
Supplemental information inventory 
 
1) Table S1. Gene assays used in this study (Related to Figure 1). 
 
2) Figure S1. Microfluidic chip cycle threshold (Ct) output values (Related to Figure 
1). 
 
3) Figure S2. Example of qPCR output and quality control (Related to Figure 1). 
 
4) Figure S3. Complete expression profile (Related to Figure 1). 
 
5) Figure S4. Hierarchical cluster analysis (Related to Figure 1). 
 
6) Figure S5. Complete statistical analysis of single-cell gene expression (Related to 
Figure 3). 
 
7) Figure S6. Rostrocaudal distribution of tdTomato and Aldh1a1 (Related to Figure 
4 and 6). 
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Supplemental Figure 2. Example of qPCR output and quality control

Figure'S2.'Example'of'qPCR'output'and'quality'control'(Related'to'Fig.'1)

Example of data generated in Fig. 1.
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Supplemental Figure 3. Complete expression profile
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Figure'S3.'Complete'expression'profile'(Related'to'Fig.'1)
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Supplemental Figure 4. Hierarchical cluster analysisFigure'S4.'Hierarchical'cluster'analysis'(Related'to'Fig.'1)
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Supplemental Figure 5. Molecular bar code of DA neurons subtypes
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Figure'S5.'Complete'statistical'analysis'of'singleGcell'gene'expression'(Related'to'Fig.'3)

a Molecular Codes of DA neurons
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Supplemental Figure 6. Transcription Factors
b Transcription factors
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Supplemental Figure 7. Channels and receptorsc Channels and receptors
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Supplemental Figure 9. Parkinson’s disease associated genes
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Supplemental Figure 8. Neuropeptides and secretory factors
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Statistical analysis of the single-cell gene expression data generated in the experiment 
described in Fig. 1. The Kruskal-Wallis analysis of normalized value is illustrated for key 
genes (a), transcription factors (b), channels and receptors (c), Parkinson’s disease related 
genes (d), genes related to DA-neurons (e), neuropeptides (f), and secretory factors (g). Stars 
located directly over a column indicate it is significantly different to every other groups. ***   = p 
< 0.001.




